fled Nov 21 09:-31:35 2001 [BLASTP 2.2.1 [ Jul-12-2001] , NCBI] 
Xhome/ruby/va/Molbio/carpenda/terapblast/pl.DNA35680 (1003 aa) 

M W 2 8 208! %] 

Sequences producing High-scoring Segment Pairs: Score Match 

WoE^^^ E " Val 



1 


P AAB65162 


100 


0.0 


2 


P AAB24058 


100 


0.0 


3 


P AAY66639 


100 


0.0 


4 


P AAB80418 


97 


0.0 


5 


P AAB80374 


97 


0.0 



>1 P_AAB65162 Human PRO290 (UNQ253) protein sequence SEQ ID NO: 33 - Homo 
(1003 aa) [1 seg] 

Score = 5247 (2025 bits), Expect =0.0 

Identities = 1003/1003 (100%), Positives - 1003/1003 (100%), at 1,1- 
1003, 1003 

DNA35 680 1 

MSQEEMDTYAKSHDLMSGFWNACYDMLMSSGQRRQWERAQSRRAFQELVLEPAQRRARLE 

***********************************************************^ 
P_AAB65162 1 

MSQFEMDTYAKSHDLMSGFWNACYDMLMSSGQRRQWERAQSRRAFQELVLEPAQRRARLE 
DNA35680 61 

GLRYTAVLKQQATQHSMALLHWGALWRQLASPCGAWALRDTPIPRWKLSSAETYSRMRLK 
P AAB65162 61 

GLRYTAVLKQQATQHSMALLHWGALWRQLASPCGAWALRDTPIPRWKLSSAETYSRMRLK 
DNA35680 121 

LVPNHHFDPHLEASALRDNLGEVPLTPTEEASLPLAVTKEAKVSTPPELLQEDQLGEDEL 

************************************************************ 
P AAB65162 121 

LVPNHHFDPHLEASALRDNLGEVPLTPTEEASLPLAVTKEAKVSTPPELLQEDQLGEDEL 
DNA35680 181 

AELETPMEAAELDEQREKLVLSAECQLVTVVAWPGLLEVTTQNVYFYDGSTERVETEEG 

***************************************** 
P AAB65162 181 

AELETPMEAAELDEQREKLVLSAECQLVTVVAVVPGLLEVTTQNVYFYDGSTERVETEEG 
DNA35680 241 

IGYDFRRPLAQLREVHLRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQ 

************************************************************ 
P AAB65162 241 

IGYDFRRPLAQLREVHLRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQ 
DNA35680 301 

PGPIPPHTQVRNQVYSWLLRLRPPSQGYLSSRSPQEMLRASGLTQKWVQREISNFEYLMQ 



P_AAB65162 301 

PGPIPPHTQVRNQVYSWLLRLRPPSQGYLSSRSPQEMLRASGLTQKWVQREISNFEYLMQ 
DNA35680 361 

LNTIAGRTYNDLSQYPVFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKY 

************************************************************ 
P_AAB65162 361 

LNTIAGRTYNDLSQYPVFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKY 
DNA35680 421 

ESFEDPAGTIDKFHYGTHYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCSDRQFHSVAAA 

* ***** ** ***** * *** ***** ***************** ********************* 

P_AAB65162 421 

ESFEDPAGTIDKFHYGTHYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCSDRQFHSVAAA 
DNA35680 481 

WQARLESPADVKELIPEFFYFPDFLENQNGFDLGCLQLTNEKVGDWLPPWASSPEDFIQ 

************************************************************ 
P_AAB65162 481 

WQARLESPADVKELIPEFFYFPDFLENQNGFDLGCLQLTNEKVGDVVLPPWASSPEDFIQ 
DNA35680 541 

QHRQALESEYVSAHLHEWIDLIFGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERK 

************************************************************ 
P_AAB65162 541 

QHRQALESEYVSAHLHEWIDLIFGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERK 
DNA35680 601 

ALEGIISNFGQTPCQLLKEPHPTRLSAEEAAHRLARLDTNSPSIFQHLDELKAFFAEVTV 

************************************************************ 
P_AAB65162 601 

ALEGIISNFGQTPCQLLKEPHPTRLSAEEAAHRLARLDTNSPSIFQHLDELKAFFAEVTV 
DNA35680 661 

SASGLLGTHSWLPYDRNISNYFSFSKDPTMGSHKTQRLLSGPWVPGSGVSGQALAVAPDG 

************************************************************ 
P_AAB65162 661 

SASGLLGTHSWLPYDRNISNYFSFSKDPTMGSHKTQRLLSGPWVPGSGVSGQALAVAPDG 
DNA35680 721 

KLLFSGGHWDGSLRVTALPRGKLLSQLSCHLDVVTCLALDTCGI YLISGSRDTTCMVWRL 

************************************************************ 
P_AAB65162 721 

KLLFSGGHWDGSLRVTALPRGKLLSQLSCHLDVVTCLALDTCGI YLISGSRDTTCMVWRL 
DNA35680 781 

LHQGGLSVGLAPKPVQVLYGHGAAVSCVAISTELDMAVSGSEDGTVIIHTVRRGQFVAAL 

************************************************************ 
P_AAB65162 781 

LHQGGLSVGLAPKPVQVLYGHGAAVSCVAISTELDMAVSGSEDGTVIIHTVRRGQFVAAL 



RPLGATFPGPIFHLALGSEGQIVVQSSAWERPGAQVTYSLHLYSVNGKLRASLPLAEQPT V 

************************************************************ 

RPLGATFPGPIFHLALGSEGQIWQSSAWERPGAQVTYSLHLYSVNGKLRASLPLAEQPT 
ALTVTEDFVLLGTAQCALHILQLNTLLPAAPPLPMKVAIRSVAVTKERS HVLVGLEDGKL 



************************************************************ 
P AAB65162 901 



. ft 

ALTVTEDFVLLGTAQCALHILQLNTLLPAAPPLPMKVAIRSVAVTKERS HVLVGLEDGKL ^ 

DNA35680 961 IVVVAGQPSEVRSSQFARKLWRSSRRISQVSSGETEYNPTEAR rsf\ 
******************************************* 
P AAB65162 961 IWVAGQPSEVRSSQFARKLWRSSRRISQVSSGETEYNPTEAR 

>2 P_AAB24058 Human PRO290 protein sequence SEQ ID NO: 7 - Homo sapiens. 
(1003 aa) [1 seg] 

Score = 5247 (2025 bits), Expect =0.0 

Identities = 1003/1003 (100%), Positives = 1003/1003 (100%), at 1,1- 
1003, 1003 

MSQFEMDTYAKSHDLMSGFWNACYDMLMSSGQRRQWERAQSRRAFQELVLEPAQRRARLE 

************************************************************ 
P AAB24058 1 

MSQFEMDTYAKSHDLMSGFWNACYDMLMSSGQRRQWERAQSRRAFQELVLEPAQRRARLE 

GLRYTAVLKQQATQHSMALLHWGALWRQLAS PCGAWALRDTPIPRWKLSSAETYSRMRLK 

************************************************************ 

P AAB24 058 61 

GLRYTAVLKQQATQHSMALLHWGALWRQLAS PCGAWALRDTPIPRWKLSSAETYSRMRLK 
LVPNHHFDPHL^ 



***************************************** 



******************* 



P AAB2 4 058 121 

LVPNHHFDPHLEASALRDNLGEVPLTPTEEASLPLAVTKEAKVSTPPELLQEDQLGEDEL 

AELETPMEAAELDEQREKLVLSAECQLVTVVAVVPGLLEVTTQNVYFYDGSTERVETEEG 

************************************************************ 
AELETPMEAAELDEQREKLVLSAECQLVTVVAVVPGLLEVTTQNVYFYDGSTERVETEEG 

IGYDFRRPLAQLREVHLRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQ 

************************************************************ 
P AAB24058 241 

IGYDFRRPLAQLREVHLRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQ 
PGPIPPHTQVRNQVYSWLLRLRPPSQGYLSSRSPQEMLRASGLTQKWVQREISNFEYLMQ 



P AAB24058 301 

PGPIPPHTQVRNQVYSWLLRLRPPSQGYLSS'RSPQEMLRASGLTQKWVQREISNFEYLMQ 
DNA35680 361 

LNTIAGRTYNDLSQYPVFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKY 
P AAB24058 361 

LNTIAGRTYNDLSQYPVFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKY 
DNA35680 421 

ESFEDPAGTIDKFHYGTHYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCSDRQFHSVAAA 
P AAB24058 421 

ESFEDPAGTIDKFHYGTHYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCSDRQFHSVAAA 
DNA35680 481 

WQARLESPADVKELIPEFFYFPDFLENQNGFDLGCLQLTNEKVGDVVLPPWASSPEDFIQ 
P AAB24058 481 

WQARLESPADVKELIPEFFYFPDFLENQNGFDLGCLQLTNEKVGDVVLPPWASSPEDFIQ 
DNA35680 541 

QHRQALESEYVSAHLHEWI DLI FGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERK 
P AAB24058 541 

QHRQALESEYVSAHLHEWI DLI FGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERK 
DNA35680 601 

ALEGIISNFGQTPCQLLKEPHPTRLSAEEAAHRLARLDTNSPSIFQHLDELKAFFAEVTV 
P AAB24058 601 

ALEGIISNFGQTPCQLLKEPHPTRLSAEEAAHRLARLDTNSPSIFQHLDELKAFFAEVTV 
DNA35680 661 

SASGLLGTHSWLPYDRNISNYFSFSKDPTMGSHKTQRLLSGPWVPGSGVSGQALAVAPDG 
P AAB24058 661 

SASGLLGTHSWLPYDRNISNYFSFSKDPTMGSHKTQRLLSGPWVPGSGVSGQALAVAPDG 
DNA35680 721 

KLLFSGGHWDGSLRVTALPRGKLLSQLSCHLDVVTCLALDTCGIYLISGSRDTTCMVWRL 
P AAB24058 721 

KLLFSGGHWDGSLRVTALPRGKLLSQLSCHLDVVTCLALDTCGIYLISGSRDTTCMVWRL 
DNA35680 781 

LHQGGLSVGLAPKPVQVLYGHGAAVSCVAISTELDMAVSGSEDGTVIIHTVRRGQFVAAL 
P AAB24058 781 

LHQGGLSVGLAPKPVQVLYGHGAAVSCVAISTELDMAVSGSEDGTVIIHTVRRGQFVAAL 



DNA35680 8 41 

RPLGATFPGPIFHLALGSEGQIVVQSSAWERPGAQVTYSLHLYSVNGKLRASLPLAEQPT 

************************************************************ 
P AAB24058 841 

RPLGATFPGPIFH3LALGSEGQIVVQSSAWERPGAQVTYSLHLYSVNGKLRASLPLAEQPT 
DNA35680 901 

ALTVTEDFVLLGTAQCALHILQLNTLLPAAPPLPMKVAIRSVAVTKERSHVLVGLEDGKL 

***************************************** ******* ************ 
P AAB24058 901 

ALTVTEDFVLLGTAQCALHILQLNTLLPAAPPLPMKVAIRSVAVTKERSHVLVGLEDGKL 

DNA35680 961 IVVVAGQPSEVRSSQFARKLWRSSRRISQVSSGETEYNPTEAR 
******************************************* 
P AAB24058 961 I VVVAGQ P S E VRS S Q F ARKLWRS SRRISQVSSGETEYNPT EAR 

>3 P_AAY66639 Membrane-bound protein PRO290 - Homo sapiens. (1004 
seg] 

Score = 5235 (2021 bits), Expect = 0.0 

Identities = 1003/1004 (99%), Positives - 1003/1004 (99%), Gaps 
1/1004 (0%), at 1,1-1003,1004 

DNA35 680 1 

MSQFEMDTYAKSHDLMSGFWNACYDMLMSSGQRRQWERAQSRRAFQELVLEPAQRRARLE 

************************************************************ 

P AAY66639 1 _ _ _ _ _ _ 

MSQ FEMDT YAKS H DLMS G FWNAC Y DMLMS SGQRRQWERAQS RRAFQEL VLE PAQRRARLE 

DNA35680 61 

GLRYTAVLKQQATQH SMALL HWGALWRQ LAS PCGAWALRDT PI PRWKLS S AET YSRMRLK 

******************************* ***************** ************ 
P AAY66639 61 

GLRYTAVLKQQATQHSMALLHWGALWRQLASPCGAWALRDTP I PRWKLS SAET YSRMRLK 
DNA35680 121 

LVPNHHFDPHLEASALRDNLGEVPLTPTEEASLPLAVTKEAKVSTPPELLQEDQLGEDEL 



************************************ 



************************ 



P AAY66639 121 

LVPNHHFDPHLEASALRDNLGEVPLTPTEEASLPLAVTKEAKVSTPPELLQEDQLGEDEL 
DNA35680 181 

AELETPMEAAELDEQREKLVLSAECQLVTVVAVVPGLLEVTTQNVYFYDGSTERVETEEG 

************ ************************************** ********** 
P AAY66639 181 

AELETPMEAAELDEQREKLVLSAECQLVTVVAVVPGLLEVTTQNVYFYDGSTERVETEEG 
DNA35680 241 

IGYDFRRPLAQLREVHLRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQ 

************************************************************ 
P AAY6663.9 241 

IGYDFRRPLAQLREVHLRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQ 
DNA35680 301 

PGPIPPHTQVRNQVYSWLLRLRPPSQGYLSSRSPQEMLRASGLTQKWVQREISNFEYLMQ 



P AAY66639 301 

PGPIPPHTQVRNQVYSWLLRLRPPSQGYLSSRSPQEMLRASGLTQKWVQREISNFEYLMQ 
DNA35680 361 

LNTIAGRTYNDLSQYPVFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKY 
P AAY66639 361 

LNTIAGRTYNDLSQYPVFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKY 
DNA35680 421 

ESFEDPAGTIDKFHYGTHYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCSDRQFHSVAAA 
P AAY66639 421 

ESFEDPAGTIDKFHYGTHYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCSDRQFHSVAAA 
DNA35 68 0 481 

WQARLESPADVKELIPEFFYFPDFLENQNGFDLGCLQLTNEKVGDVVLPPWASSPEDFIQ 
P AAY66639 481 

WQARLESPADVKELIPEFFYFPDFLENQNGFDLGCLQLTNEKVGDVVLPPWASSPEDFIQ 
DNA35680 541 

QHRQALESEYVSAHLHEWI DLI FGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERK 
P AAY66639 541 

QHRQALESEYVSAHLHEWI DLI FGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERK 
DNA35680 601 

ALEGIISNFGQTPCQLLKEPHPTRLSAEEAAHRLARLDTNSPSIFQHLDELKAFFAEVTV 
P AAY66639 601 

ALEG 1 1 SNFGQT PCQLLKEPHPTRLSAEEAAHRLARLDTNS PS I FQHLDELKAFFAEVTV 
DNA35680 661 

SASGLLGTHSWLPYDRNISNYFSFSKDPTMGSHKTQRLLSGPWVPGSGVSGQALAVAPDG 
P AAY66639 661 

SASGLLGTHSWLPYDRNISNYFSFSKDPTMGSHKTQRLLSGPWVPGSGVSGQALAVAPDG 
DNA35680 721 

KLLFSGGHWDGSLRVTALPRGKLLSQLSCHLDVVTCLALDTCGIYLISGSRDTTCMVWRL 
P AAY66639 721 

KLLFSGGHWDGSLRVTALPRGKLLSQLSCHLDVVTCLALDTCGIYLISGSRDTTCMVWRL 
DNA35 68 0 781 

LHQGGLSVGLAPKPVQVLYGHGAAVSCVAISTELDMAVSGSEDGTVIIHTVRRGQFVAAL 
P AAY66639 781 

LHQGGLSVGLAPKPVQVLYGHGAAVSCVAISTELDMAVSGSEDGTVIIHTVRRGQFVAAL 



DNA35680 841 

RPLGATFPGPIFHLALGSEGQIWQSSAWERPGAQVTYSLHLYSVNGKLRASLPLAEQPT , 

******************************************* ***************** 
P_AAY66639 841 

RPLGATFPGPIFHLALGSEGQIVVQSSAWERPGAQVTYSLHLYSVNGKLRASLPLAEQPT 

DNA35680 901 ALTVTEDFVLLGTAQCALHI- 
LQLNTLLPAAPPLPMKVAIRSVAVTKERSHVLVGLEDGK 

******************** 
*************************************** 
P_AAY66639 901 

ALTVTEDFVLLGTAQCALHILLQLNTLLPAAPPLPMKVAIRSVAVTKERSHVLVGLEDGK 

DNA35680 960 L I VV VAGQ P S E VRS S Q FARKLWRS S RR I S Q VS S GE TE YN PT E AR 
******************************************** 

P_AAY66639 961 L I VVVAGQ P S E VRS S Q FARKLWRS SRRISQVSSGETEYNPT EAR 

>4 P AAB80418 Gene #4 associated peptide #1 - Homo sapiens. (1041 aa) [1 
seg] 

Score = 5206 (2009 bits), Expect = 0.0 

Identities = 1003/1033 (97%), Positives = 1003/1033 (97%), Gaps = 
30/1033 (2%), at 1,9-1003,1041 

DNA35680 1 

MSQFEMDTYAKSHDLMSGFWNACYDMLMSSGQRRQWERAQSRRAFQELVLEPAQRRARLE 

* ** ****** **** * ***** * *********************** ***************** 

P_AAB80418 9 
MSQFEMDTYAKSHDLMSGFWNACYDMLMSSGQRRQWERAQSRRAFQELVLEPAQRRARLE 

DNA35680 61 

GLRYTAVLKQQATQHSMALLHWGALWRQLASPCGAWALRDTPIPRWKLSSAETYSRMRLK 

************************************************************ 

P__AAB80418 69 ' 
GLRYTAVLKQQATQHSMALLHWGALWRQLASPCGAWALRDTPIPRWKLSSAETYSRMRLK 

DNA35680 121 

LVPNHHFDPHLEASALRDNLGEVPLTPTEEASLPLAVTKEAKVSTPPELLQEDQLGEDEL 

************************************************************ 

P_AAB80418 129 
LVPNHHFDPHLEASALRDNLGEVPLTPTEEASLPLAVTKEAKVSTPPELLQEDQLGEDEL 

DNA35680 181 

AELETPMEAAELDEQREKLVLSAECQLVTVVAVVPGLLEVTTQNVYFYDGSTERVETEEG 

************************************************************ 

P AAB80418 189 
AELETPMEAAELDEQREKLVLSAECQLVTVVAWPGLLEVTTQNVYFYDGSTERVETEEG 

DNA35680 241 

IGYDFRRPLAQLREVHLRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQ 



************* 



*********************************************** 

P AAB80418 249 
IGYDFRRPLAQLREVHLRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQ 

DNA35680 301 

PGPIPPHTQVRNQVYSWLLRLRPPSQGYLSSRSPQEMLRASGLTQKWVQREISNFEYLMQ 




*************************************** 

P_AAB80418 309 
PGPIPPHTQVRNQVYSWLLRLRPPSQGYLSSRSPQEMLRASGLTQKWVQREISNFEYLMQ 

DNA35680 361 

LNTIAGRTYNDLSQYPVFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKY 

************************************************************ 

P_AAB80418 369 
LNTIAGRTYNDLSQYPVFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKY 

DNA35680 4 21 

ESFEDPAGTIDKFHYGTHYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCSDRQFHSVAAA 

************************************************************ 

P_AAB80418 429 
ES FEDPAGTI DKFHYGTHYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCS DRQFHSVAAA 

DNA35680 4 81 

WQARLESPADVKELIPEFFYFPDFLENQNGFDLGCLQLTNEKVGDWLPPWASSPEDFIQ 

************************************************************ 

P_AAB80418 489 
WQARLESPADVKELIPEFFYFPDFLENQNGFDLGCLQLTNEKVGDWLPPWASSPEDFIQ 

DNA35680 541 

QHRQALESEYVSAHLHEWIDLIFGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERK 

************************************************************ 

P_AAB80418 549 
QHRQALESEYVSAHLHEWI DLI FGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERK 

DNA35680 601 

ALEGIISNFGQTPCQLLKEPHPTRLSAEEAAHRLARLDTNSPSIFQHLDELKAFFAE 

********************************************************* 

P__AAB80418 609 
ALEGIISNFGQTPCQLLKEPHPTRLSAEEAAHRLARLDTNSPSIFQHLDELKAFFAEVVS 

DNA35680 658 

VTVSASGLLGTHSWLPYDRNISNYFSFSKDPTM 

********************************* 

P_AAB80418 669 
DGVPLVLALVPHRQPHSFITQGSPDLLVTVSASGLLGTHSWLPYDRNISNYFSFSKDPTM 

DNA35680 691 

GSHKTQRLLSGPWVPGSGVSGQALAVAPDGKLLFSGGHWDGSLRVTALPRGKLLSQLSCH 

************************************************************ 

P_AAB80418 729 
GSHKTQRLLSGPWVPGSGVSGQALAVAPDGKLLFSGGHWDGSLRVTALPRGKLLSQLSCH 

DNA35680 751 

LDVVTCLALDTCGIYLISGSRDTTCMVWRLLHQGGLSVGLAPKPVQVLYGHGAAVSCVAI 

************************************************************ 

P_AAB80418 789 
LDVVTCLALDTCGIYLISGSRDTTCMVWRLLHQGGLSVGLAPKPVQVLYGHGAAVSCVAI 



DNA35680 811 y\ 

STELDMAVSGSEDGTVI I HTVRRGQFVAALRPLGATFPGPIFHLALGSEGQIVVQSS AWE £^ 

*++++*********+********************************************* A 

P_AAB80418 84 9 .VC 
STELDMAVSGSEDGTVI IHTVRRGQFVAALRPLGATFPGPIFHLALGSEGQI WQSSAWE 

DNA35680 871 

RPGAQVTYSLHLYSVNGKLRASLPLAEQPTALTVTEDFVLLGTAQCALHILQLNTLLPAA V* 



************************************************************ 

P_AAB80418 909 
RPGAQVTYSLHLYSVNGKLRASLPLAEQPTALTVTEDFVLLGTAQCALHILQLNTLLPAA 

DNA35680 931 

PPLPMKVAIRSVAVTKERSHVLVGLEDGKLIVVVAGQPSEVRSSQFARKLWRSSRRISQV 

J 

************************************************************ 

P_AAB80418 969 
PPLPMKVAIRSVAVTKERSHVLVGLEDGKLIVVVAGQPSEVRSSQFARKLWRSSRRISQV 

DNA35680 991 SSGETEYNPTEAR 
************* 

P_AAB80418 1029 SSGETEYNPTEAR 

>5 P_AAB80374 Secreted protein encoded by gene #4 - Homo sapiens. (957 
aa) [1 seg] 
Score = 4810 (1857 bits), Expect = 0;0 

Identities = 927/957 (96%), Positives = 927/957 (96%), Gaps = 30/957 
(3%) , at 77, 1-1003, 957 

DNA35680 77 

MALLHWGALWRQLASPCGAWALRDTPIPRWKLSSAETYSRMRLKLVPNHHFDPHLEASAL 

************************************************************ 

P_AAB80374 1 
MALLHWGALWRQLASPCGAWALRDTPIPRWKLSSAETYSRMRLKLVPNHHFDPHLEASAL 

DNA35680 137 

RDNLGEVPLTPTEEASLPLAVTKEAKVSTPPELLQEDQLGEDELAELETPMEAAELDEQR 

************************************************************ 

P__AAB80374 61 
RDNLGEVPLTPTEEASLPLAVTKEAKVSTPPELLQEDQLGEDELAELETPMEAAELDEQR 

DNA35680 197 

EKLVLSAECQLVTVVAVVPGLLEVTTQNVYFYDGSTERVETEEGIGYDFRRPLAQLREVH 

************************************************************ 

P_AAB80374 121 
EKLVLSAECQLVTVVAVVPGLLEVTTQNVYFYDGSTERVETEEGIGYDFRRPLAQLREVH 

DNA35680 257 

LRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQPGPIPPHTQVRNQVYS 

************************************************************ 

P_AAB8037 4 181 
LRRFNLRRSALELFFIDQANYFLNFPCKVGTTPVSSPSQTPRPQPGPIPPHTQVRNQVYS 

DNA35680 317 

WLLRLRPPSQGYLSSRSPQEMLRASGLTQKWVQREISNFEYLMQLNTIAGRTYNDLSQYP 



P AAB80374 241 
WLLRLRPPSQGYLSSRSPQEMLRASGLTQKWVQREISNFEYLMQLNTIAGRTYNDLSQYP 



DNA35680 377 

VFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKYESFEDPAGTIDKFHYG 

************************************************************ 

P AAB80374 301 
VFPWVLQDYVSPTLDLSNPAVFRDLSKPIGVVNPKHAQLVREKYESFEDPAGTIDKFHYG 

DNA35680 437 

THYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCSDRQFHSVAAAWQARLESPADVKELIP 

************************************************************ 

P_AAB80374 361 
THYSNAAGVMHYLIRVEPFTSLHVQLQSGRFDCSDRQFHSVAAAWQARLESPADVKELIP 



DNA35680 497 

EFFYFPDFLENQNGFDLGCLQLTNEPCVGDVVLPPWASSPEDFIQQHRQALESEYVSAHLH 

************************************************************ 

P_AAB80374 421 
EFFYFPDFLENQNGFDLGCLQLTNEKVGDVVLPPWASSPEDFIQQHRQALESEYVSAHLH 

DNA35680 557 

EWIDLIFGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERKALEGIISNFGQTPCQL 

************************************************************ 

P AAB80374 481 
EWIDLIFGYKQRGPAAEEALNVFYYCTYEGAVDLDHVTDERERKALEGIISNFGQTPCQL 

DNA35680 617 

LKEPHPTRLSAEEAAHRLARLDTNSPSIFQHLDELKAFFAE 

************************** ******* ******** 

P AAB80374 541 
LKEPHPTRLSAEEAAHRLARLDTNSPSIFQHLDELKAFFAEVVSDGVPLVLALVPHRQPH 

DNA35680 658 

VTVSASGLLGTHSWLPYDRNISNYFSFSKDPTMGSHKTQRLLSGPWVPG 

************************************************* 

P AAB80374 601 
SFITQGSPDLLVTVSASGLLGTHSWLPYDRNISNYFSFSKDPTMGSHKTQRLLSGPWVPG 

DNA35680 707 

SGVSGQALAVAPDGKLLFSGGHWDGSLRVTALPRGKLLSQLSCHLDVVTCLALDTCGIYL 

*********************** **************** ********************* 

P_AAB80374 661 ) 
SGVSGQALAVAPDGKLLFSGGHWDGSLRVTALPRGKLLSQLSCHLDVVTCLALDTCGIYL 

DNA35680 767 

ISGSRDTTCMVWRLLHQGGLSVGLAPKPVQVLYGHGAAVSCVAISTELDMAVSGSEDGTV 

************************************************************ 

P AAB80374 721 
ISGSRDTTCMVWRLLHQGGLSVGLAPKPVQVLYGHGAAVSCVAISTELDMAVSGSEDGTV 



DNA35680 827 



IIHTVRRGQFVAALRPLGATFPGPIFHLALGSEGQIWQSSAWERPGAQVTYSLHLYSVN 

***********************************^ 

P_AAB80374 781 
IIHTVRRGQFVAALRPLGATFPGPIFHLALGSEGQIVVQSSAWERPGAQVTYSLHLYSVN 

DNA35 680 887 

GKLRASLPLAEQPTALTVTEDFVLLGTAQCALHILQLNTLLPAAPPLPMKVAIRSVAVTK 

************************** ********************************** 

P_AAB80374 841 
GKLRASLPLAEQPTALTVTEDFVLLGTAQCALHILQLNTLLPAAPPLPMKVAIRSVAVTK 

DNA35680 947 

ERSHVLVGLEDGKLIVVVAGQPSEVRSSQFARKLWRSSRRISQVSSGETEYNPTEAR 

********************************************************* 

P_AAB80374 901 
ERSHVLVGLEDGKLIWVAGQPSEVRSSQFARKLWRSSRRISQVSSGETEYNPTEAR 



